Supplementary Figure 6 . Boxplot shows the distributions of normalized reads that mapped to different parasites in urban center site A and each village separately and combined (sites B, C, D) . Y axis are the normalized number of hits. The box shows the first quartile, median, and third quartile.
Reference nematode genomes/contigs were extracted from the following links. All reads were mapped to genomes/contigs using Bowtie2 (Langmead B, Salzberg SL. 2012. Fast gapped-read alignment with Bowtie 2. Nat Methods 9:357-359) and reads with >30 bp perfect contiguous matches to the reference genomes/contigs were counted. The number of matches was divided by the total number of reads in millions to obtain the normalized match number. For example if the number of hits is 3000, and the total number of reads is 3 million, the adjusted hits number is 3000/3 = 1000 per million reads. For each parasite, the average numbers of read mapped that were significantly different between group 'A' vs. group 'BCD' combined were detected using two tailed Mann-Whitney tests (aka Wilcoxon Rank Sum Test). Kruskal-Wallis test were performed for each genome to test whether samples from the four groups originate from the same distribution. Pair-wise comparisons between the four groups were tested using two tailed Mann-Whitney tests as well. Raw P-values from all genomes were adjusted for multiple comparisons using False Discovery Rate. Adjusted p-values lower than 0.05 are highlighted.
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